Objective and methodologyof the proposed work
• Little information about the experimental structure (X-ray and NMR) of proteins from ergosterol biosynthetic pathway is available in RCSB Protein Databank (PDB).
• ERG proteins play a key role in metabolic pathway of ergosterol, their 3D structures are essential to determine most of their functions • A program meant for comparative modeling, Modeller 9v7 and I-Tasser was utilized to serve our purpose.
• The modeled proteins were further validated by Procheck, Verify-3D, ERRAT and PROVE servers. • Expasy's Prot-param server was used for physico-chemical and functional characterization of these proteins. • ERG9,ERG2, ERG6, ERG7, ERG11, ERG25 structures were successfully modeled and were found more stable than other ERG proteins.
Results

ERG modeled proteins
• Molecular weight was observed between the range of 8773.0 -83998.8 KDa for all ERG proteins in Candida albicans.
• All proteins were acidic in nature as their pH were less than 7.
• Aliphatic index analysis reveals high value for all ERG proteins of Candida.
• Higher aliphatic index of ERG proteins indicates that their structure are more stable over a wide range of temperature.
• The GRAVY value for a peptide or protein is calculated as the sum of hydropathy values of all the amino acids, divided by the number of residues in the sequence. 
